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Complete genome analyses of G4P[6] rotavirus detected in Argentinean children with
diarrhoea provides evidence of interspecies transmission from swine
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Abstract
Rotaviruses are dynamic pathogens that have been shown to infect multiple species. In 2006, two G4P[6] rotavirus strains with porcine
characteristics were detected in Santa Fe, Argentina. To further characterize and determine the origin of these strains, nearly the full length
of their genome was sequenced. While most of the genome segments were from porcine origin, the two strains grouped in different
phylogenetic clusters in five out of the 11 genes, suggesting two independent interspecies transmission events. This study expands our
knowledge of G4 rotavirus and reinforces the use of complete genome analyses as a key tool for diversity and evolution mechanicisms.
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Abstract
A rapid and sensitive H7 and N9 subtype-specific reverse transcription loop-mediated isothermal amplification assay was developed
respectively for visual detection of human-infected influenza A (H7N9) virus. The reaction was performed in one step in a single tube at
63°C for 60 min with the addition of hydroxynaphthol blue dye before amplification. The detection limits of both subtype-specific assays
were comparable to those of validated H7 and N9 real-time PCR assays respectively and no cross-detection was observed with influenza A
pandemic H1N1, H3N2, H5N1, H9N2 or influenza B virus. The assays were evaluated further with H7N9 virus-infected clinical specimens.
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